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Fig. 5. 

rbs MKYLT, PTAA 

20 30 40 50 60 




70 80 90 100 110 120 



PstI 



A - p ■-.<?■- O S L S I T C T V 



130 140 150 160 170 180 

SLTGYGVNW VRQPPGKGLEW 
190 200 210 220 230 240 



VHD1.3 

t rMlWGDGNTDYNSAL'KSRL 
CTGGcLiATGATI^^ 



<? ISKDNS KSQVFLKMNSLH T" 
jJsCATCAGCAAGGACAACTCCAAGAGCCAAGTT^ 

310 '■ 320 330 340 350 360 

nDTARYYCARERDYRLDYWG 

GATGACACAGCCAGGTTACrrACTGTGCCA^ 

370 380 390 400 410 420 

Linker Peptide 



q G T T V T ^— o— c— n— r.— n— G— S— G— G- G G S Q 
(^JUSGCACCACGCT^ACCGTKTR^^ 



430 440 450 460 470 480 

BstEII 

rz r. r, s DiELTQSPASLSASVG 
ggtggcggatcgGACATCGJiGaSAC^^ 

490 500 510 520 530 540 

Sac I 



Fig.5 (Cont). 

ETVTITCRASGNIHN Y L A W Y 

GAAACTGTCACC^TCACATGTC^ 

550 560 570 5B0 590 600 



QQKQGKSPQLLVYYTTTLAD 
CAGCAGAAACAGGGAAAATCTCCTCAGCT^ 

610 620 630 640 650 660 

VKD1.3 

GVPSRFSGSGSGTQYSLKIN 

GG r nJIGCCAT<^AGGriTCAGTGG^ 

670 680 690 700 710 720 



S LQ P E D ■ F G S YYCQ H FWSTPR 
AGCCTXXIAACCTGAAGATrTTGGGAGTTATTACT 

730 740 750 760 770 780 

Myc Tag (TAGl) 

L E I K R F O FT T. T S E E 

TCGAGL kTCAAACGGGAACAAAAACTC^ 

810 820 830 840 

Xhol 

n L n * * (SEQ ID NO. 183) 

GATCT^AATTA ATA ATrcaTr A & A CCV~TTh ATA TxCVTi Jk r TK^.CJ^CiCrr QGAA r T r PC (SEQ ID NO. 184) 

850 860 870 880 

EcoRI 



T F G 
ACGTTCGGfl 

790 



800 



Fig. 6. — Q — FDTSCFV0V3 

o — FDTVHD1-3 

a — FDTPs/Xh 
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— CACA GTGCAc aggt- 
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PstI Sad Xhol 
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O.D. '♦OS nm 
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MKYL LPTAA 
in 20 30 40 50 60 



AGLLLLAAQPAMAQVQLQES 
70 80 90 100 110 120 

GPGLVAPSQSL SITC T V S G F 
G3ACCIG3 acr[GGT33CGCXXTCACA^^ 

130 140 150 160 170 180 



SLTGYGVNWVRQPPGKGLEW 

TCATIA£Ca33C^rcGriG^ 

i 90 200 210 220 230 240 



LGMIWGDGNTDYNSALKSRL 

250 260 270 280 290 300' 



S I S KD-NS KS QVFLKMN S L H T 
£GCAlCSGCA£G3ACAACIOC^^ 

310 320 330 340 350 360 



DDTARYYCARERDYRLDYWG 
GATGACACAGGCAGGTACTACnGlGa^^ 

37_0 38.0 390 400 410 420 



QGTTVTVSSASTKG PSVFPL 
430 440 450 460 470 480 



APSS KSTSGGTAALGCLVKD 
GCAQCX3CCKX?^AGAG€ACX:iC^ 

490 500 510 520 530 540 



Fig. 10 (Cont 1). 

vfpEPVTVSWNSGAI.TSG.VH 
550 560 570 580 =>»<■> 



FPAVLQSSGLYSLSSVV T V 

30*GICTICAGG? 
610 620 - - 630 . .640 



pqSSLGTQTYICNVNHKPSN 
670 680 690 700 710 720 

« «■ o e *■ * (SEQ ID NO. 187) 
TKVDKKVEPKSS * * v ' 

730 740 750 760 770 780 

MKYLLPTAAAGI^. 
790 800 810 820 830 840 

LLLAAQPAMADIELT Q _SP AJ S 

TGTIATl^aSCnGCCCAACCAGOG^ 

850 860 87 0 880 890 9 00 



L S A S V G ETVTITCRASGN I H 

0CCTI1U1UJJ1LUGIG3^AGAAACIGTCR 



910 920 930 940 950 960 

NYLAWYQQKQGKS P Q L L V Y Y 

ACAATIATTI^GCATOSmTCAGCA^ 

970 980 990 1000 1010 1020 



Fig. 10 (Cont 2). 

TTTLADGVPS RFSGSGSGTQ 
1030 1040 1050 1060 1070 1080 



YSLKINSLQPEDFGSY Y C Q H 

AM^TICICICAAGATCAACAa 

1090 1100 1110 1120 1130 1140 



F W S T PRTFGGG'T K L E I K R T V 
1150 1160 1170 1180 1190 1200 



AAP SVF I F P PS DEQL KS GTA 
1210 1220 1230 1240 1250 1260 



SVVCLLNNFY PREAKVQWKV 
1270 1280 1290 1300 1310 1320 _ 



DNALQSGNSQESVTEQDSKD 

TO3ATAAOXXDCT0C3^ATO333TAA^^ 

1330 1340 1350 1360 1370 1380 



STYSLSSTLTLSKADYEKHK 
1390 1400 1410 1420 1430 1440 



VYACEVTHQG LSSPVTK S F N 

AAGTCIAa3CCTGa3A£GI^^ 

1450 1460 1470 1480 1490 1500 



R G E S * * (SEQ ID NO. 188) 

ACa30QGAGAGTCATAGT^AGAArK: (SEQ ID NO. 189) 
1510 1520 



Fig.10 (Cont 3). 
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Fig. 13. 

c2s gtg cag ™ cSb gag tca gga gga ggc ttg gta cag cct gSg ggt 

PSt i /-aTSGFTFSNX 
TCT ^ AGA CTC TCC TGT GCA ACT TCT G-GG TTC ACC TTC AGT AAT TAC 

v, V H O P P G K A L £ W L 
TAC ATG GGC TGG GTC cSc CAG CCT CCA GGA AAG GCA CTT GAG TGG TTG 

GGT TCT GTT AGA" AAC~ AAA- GTT-AAT _GGT TAC ACA a£a GAG TAC AGT g£a 

tI T GTG AAG GGG CGG TTC ACC ATC tSc AGA GAT AAT TTC CAA AGO ATC 

C £c TAT CTT CAA ATA AAC ACC CTG AGA ACT GAG GAC a!t GCC ACT TAT 

orvDYGAWFAYWG 
TAC TGT A AGA GGC TAT GAT TAC GGG GCC TGG TTT GCT TAC TGG GGC 

. r t L V T v s sgggg»9999 » 

CAA GGG ACC CTG_GTC_J£C gte tCC tea ggtggaggcggttcoggcggoggiggctct 

^.V^lc ate gIg^C ACC CAA ACT CCA CTC TCC CTG CCT GTC 

SacI S Q S 1 

A | T CTT GGA g£t CAA GCC TCC ATC TCT TGC AGA TCT AGT CAG AGC ATT 

GTA CAT AGT AAT GGA AAC ACC TAT TTA GAA TGG TAC ckslc, AAA CCA 

£c CAG TCT CCA AAG CTC CTG ATC TAC AAA GTT TCC AAC cIa TTT TCT 

sgsgtdft 

GGG GTC CCA oSc a!!g TTC AGT GGC AGT GGA TCG GGG ACA GAT TTC ACA 



CTC AAG ATC AGC AGA GTG GAG GCT GAG GAT CTG GGA GTT TAT TA'C~TGC 
TTT CAA GGT TCA CAT GTT CCG TAC ACG TTC GGA GGG GGG AOC AAG cSs 



<-?r ATC AAA CGG (SEQID NO. 190) 
GAG ATC AAA nq ig 

Xhol v 
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3 1 END 
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Q Y 0 L 0 E (SEQ ID NO. 196) 
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< L E I k R < SEQ ,D NO - 197) 
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Fig. 16 (ii). 



(i83-a).5- GAG GGT GGT GGC TCT (SEQ ID NO. 200) 

-C " (SEQ ID NO. 201) 

- c - - (SEQ ID NO. 202) 

- - -C " ACT 31 1839) (SEQ ID NO. 203) 



B (2264) 5 - - GGC GGC GGC TCT 



(SEQ ID NO. 204) 



- GGT GGT GGT " (SEQ ID NO. 205) 

" GGC GGC (SEQ ID NO. 206) 

GAG " ' GGC * (SEQ ID NO. 207) 

— •• = = GGT I _(SEQ ID NO. 208) 

- - OCtr - (SEQ~ID NOr209)- 

. . . IT: . (SEQ ID NO. 210) 

- - " -3-C237,) (SEQ ID NO. 211) 

Reverse complement of mutagenic T 

oligo 63Bamlink 5 - q^q GGT GGC GGA TCC (SEQ id no. 212) 
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GAG GGT GGC GG 3' 



(SEQ ID NO. 213) 
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Fig.26(a). 
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